Read counts per sample with respect to HLA calling accuracy. The above picture shows three density curves and three rows with bars at the bottom. Each bar represents the read count of a sample and the number of reads per sample can be taken from the X axis. The curves above are the corresponding density curves for these data. There are three groups with different colors. Blue is for the complete sample set. Black for samples with correct allele calls for all loci and red for samples with at least one false call. While the blue and black curves are very similar, one can see the higher error rate for samples with lower read count. The graph is limited to 10 million at the X axis, but there are no false calls samples above this cut off.
